(A) Average H3K27ac and RNA pol-II coverage profiles of genes bound by C/EBP and/or HNF4 (blue line) and of genes not bound by C/EBP and/or HNF4 (yellow line) at P60 and E18.
(B) C/EBP and HNF4binding kinetics during development. The presence (P) or absence (NP) of ChIP-seq peaks within the + 1kb to -10 kb from the TSS regions of genes are indicated at each developmental time point. Color intensity is proportional to binding strength. Table at right shows the number of peaks with the indicated patterns. LOSS indicates binding events detectable at E15.5 (E15), which are lost at later stages of development. CONSTANT indicates binding events that persist throughout the studied period. GAIN indicates binding events that were not detectable at E15.5 and appeared at later stages, but remain detectable until P60. TRANSIENT GAIN indicates binding events that appear following E15.5 and disappear at later stages. TRANSIENT LOSS indicates binding events that were detectable at some stage, disappeared and reappeared at later stages. Other TRANSIENT indicates binding events that do not follow the above kinetics.
(C) Binding signal heatmaps of individual HNF4 binding locations and corresponding clustering of RNA-Polymerase-II (Pol-II) and H3K27ac ChIP signals around the binding sites at the indicated developmental times. The number of genes belonging to the four clusters (A, B, C and C) are shown at left.
(D)
Violin plots for comparisons of the steady state mRNA levels of genes belonging to the above (A-D) gene clusters.
(E) Low correlation between mRNA levels and the regulatory potential of individual HNF4binding events. Upper panels show relative mRNA levels of genes ranked by the HNF4regulatory potential scores (shown in lower panels) as calculated by the TIP method.
(F and G) Sequence logos of the motifs identified under C/EBP and HNF4ChIP-seq peaks by de novo motif search. The binding motifs in different developmental time points (F) and in gene categories with different binding kinetics (G) or are shown. 
List of oligonucleotide primers used in this study
Sequences of ChIP-PCR primers used in this study: Asgr1 Gene ID: 11889 5' GCTTGGGAGCAGATAGGGTT 3' 5' CGGACCTAGGACAGCCAAAT 3'
Vnn3
Gene ID: 26464 5' TGGCCTCTGAGCAATGTCAA 3' 5' ATGGAACACGGCATTGAGGA 3'
Clec2d
Gene ID: 93694 5' AGCTAGCTGCAGGCATTTTG 3' 5' GCTGGCCTGGTTTTTAGCTT 3'
Control region 1 (downstream of Bach1) 5' TCCCCAAACGCACACAAAG 3' chr16:87736104-87736168 5' CCAGCTCCAGCAGCTGTGTA 3'
Control region 2 (downstream of Sp5) chr2:70330012+70330131 5' TGGAGTTACAGGCAGTGGTG 3' 5' ATTCATTTCTTTAGGTTGGGTGGAG 3'
Sequences of RT-PCR primers used in this study:
Asgr1
NM_009714.3 5' CTTAGCCTGGGCTCTTCGTG 3' 5' GGATCCAGAGCAGAGTCGC 3' Vnn3 NM_011979.2 5' GTAGGCTAACAGCCCGCTAC 3' 5' GAGAACACTGTCGACCTGGG 3' Clec2d NM_053109.3 5' GGCTTCCCTACCTATGCTTAGTC 3' 5' GCAACAGAAAGAGCAATTACAGC 3' Gapdh NM_001289726.1 5' CCAATGTGTCCGTCGTGGATCT 3' 5' GTTGAAGTCGCAGGAGACAACC 3'
